Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.002 Å; R factor = 0.036; wR factor = 0.101; data-to-parameter ratio = 19.2.
In the title molecule, C 33 H 48 N 4 O, the dihedral angle between the mean planes of the benzotriazole ring system [maximun deviation = 0.038 (2) Å ] and the phenol ring is 16.6 (2) . There is an intramolecular O-HÁ Á ÁN hydrogen bond between the phenol and benzotriazole groups. 
Related literature

Experimental
Crystal data C 33 H 48 N 4 O M r = 516.75 Monoclinic, P2 1 a = 11.9975 (2) Å b = 9.9620 (2) Å c = 12.7511 (2) Å = 94.468 (1) V = 1519.37 (5) Å 3 Z = 2 Mo K radiation = 0.07 mm À1 T = 296 K 0.52 Â 0.45 Â 0.23 mm
Data collection
Bruker APEXII CCD diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2008) T min = 0.968, T max = 0.981 13765 measured reflections 6650 independent reflections 5895 reflections with I > 2(I) R int = 0.015 Refinement R[F 2 > 2(F 2 )] = 0.036 wR(F 2 ) = 0.101 S = 1.01 6650 reflections 347 parameters 1 restraint H-atom parameters constrained Á max = 0.15 e Å À3 Á min = À0.15 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Data collection: APEX2 (Bruker, 2008); cell refinement: SAINT (Bruker, 2008); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXTL.
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between the phenol and benzotriazole groups ( Table 1 ). The distance of N1···H is substantially shorter than the van der Waals distance of 2.75 Å for the N and H distance. It is interesting to note that the six-membered ring (O/C1/C2/N2/N1/H0A) formed from the O-H···N hydrogen-bond is almost planar with a mean deviation of 0.041 (2) Å.
The bond distances of benzotriazol-phenolate group are similar to those found in the crystal structure of 2-(2Hbenzotriazol-2-yl)-6-((diethylamino)methyl)-4-methylphenol (Li et al., 2009) .
Experimental
The title compound was synthesized by the following procedure ( Fig. 2) : To a mixture of paraformaldehyde (1.20 g, 40.0 mmol) and dicyclohexylamine (8 ml, 40.0 mmol) was added 2-(2H-benzotriazol-2-yl)-4-(2,4,4-trimethylpentan-2yl)phenol (3.23 g, 10.0 mmol). The resulting mixture was heated at 383K for 1 day and then dried under reduced pressure to yield the oily residue. The residue was separated by chromatography over silica gel and eluted with hexane/ethyl acetate (95/5) to afford 4.38 g of the title compound in 85% yield. Colorless crystals were obtained from the saturated hexane solution.
Refinement
The H atoms were placed in idealized positions and constrained to ride on their parent atoms, with C-H = 0.93 Å with U iso (H) = 1.2 U eq (C) for benzene hydrogens; 0.96 Å with U iso (H) = 1.5 U eq (C) for CH 3 group; 0.97 Å with U iso (H) = 1.2 U eq (C) for CH 2 group; 0.98 Å with U iso (H) = 1.2 U eq (C) for CH group; O-H = 0.85 Å with U iso (H) = 1.5 U eq (O). supplementary materials sup-2 Acta Cryst. (2012) . E68, o2944
Computing details
Data collection: APEX2 (Bruker, 2008); cell refinement: SAINT (Bruker, 2008); data reduction: SAINT (Bruker, 2008); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXTL (Sheldrick, 2008).
Figure 1
The molecular structure of (I) with displacement ellipsoids drawn at the 30% probability level.
Figure 2
The synthetic procedure. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 0.0350 (6) 0.0490 (7) 0.0619 (7) 0.0069 (5) 0.0089 (5) −0.0011 (6) N4 0.0367 (6) 0.0482 (6) 0.0443 (6) 0.0061 (5) 0.0012 (5) −0.0095 (5) C1 0.0322 (6) 0.0442 (7) 0.0377 (6) 0.0002 (5) 0.0037 (5) −0.0015 (6) C2 0.0363 (7) 0.0394 (7) 0.0391 (6) 0.0018 (5) 0.0077 (5) −0.0010 (5) C3 0.0310 (7) 0.0488 (7) 0.0478 (7) −0.0004 (6) 0.0059 (5) −0.0002 (6) C4 0.0349 (7) 0.0479 (7) 0.0467 (7) −0.0058 (6) 0.0063 (5) −0.0035 (6) C5 0.0381 (7) 0.0444 (7) 0.0492 (7) 0.0012 (6) 0.0058 (6) −0.0064 (6) C6 0.0348 (7) 0.0474 (7) 0.0412 (7) 0.0029 (6) 0.0047 (5) −0.0040 (6) C7 0.0457 (8) 0.0416 (7) 0.0423 (7) 0.0084 (6) 0.0037 (5) 0.0053 (6) C8 0.0618 (10) 0.0441 (8) 0.0586 (9) 0.0047 (7) 0.0012 (7) −0.0016 (7) 0.0410 (7) 0.0370 (7) 0.0602 (8) −0.0040 (6) −0.0017 (6) −0.0023 (6) C17 0.0585 (9) 0.0461 (8) 0.0609 (9) −0.0024 (7) −0.0027 (7) 0.0011 (7) 0.0364 (7) 0.0554 (9) 0.0570 (8) 0.0070 (6) −0.0011 (6) −0.0177 (7) C22 0.0397 (7) 0.0423 (7) 0.0511 (7) 0.0031 (6) 0.0032 (6) −0.0042 (6) C23 0.0589 (9) 0.0560 (9) 0.0491 (8) −0.0063 (7) 0.0001 (6) −0.0058 (7) (7) 0.0100 (7) −0.0044 (8) C28 0.0408 (7) 0.0453 (7) 0.0440 (7) 0.0028 (6) 
